Q1) Calculate the scoring matrix S for following
mutiple alignment.

I AAYV
I T ATI
VAVI
I AVI

S;; = 2logx(P/QiQ), where Pij is the probability of
substituting aa i with aa j. Qi and Qj are aminoacid
frequencies. log,(x)=In(x)/In(2)
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Q2) Align the two sequences seql
and seqg2 using scores from the

Blosum50 matrix and a gap penalty
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